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       Rat ---MPSSPLRVAVVCSSNQNRSMEAHN-ILSKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD-KELYTQNGILHMLDRNKRIKPRPERFQN---------------------CKDLFDLILTCEERVYDQVVED   122
     Mouse ---MPSSPLRVAVVCSSNQNRSMEAHN-ILSKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD-KELYTQNGILHMLDRNKRIKPRPERFQN---------------------CTDLFDLILTCEERVYDQVVED   122
     Human ---MPSSPLRVAVVCSSNQNRSMEAHN-ILSKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD-KELYTQNGILHMLDRNKRIKPRPERFQN---------------------CKDLFDLILTCEERVYDQVVED   122
     Bovin ---MPSSPLRVAVVCSSNQNRSMEAHN-ILSKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD-KELYTQNGILHMLDRNKRIKPRPERFQN---------------------CKDLFDLILTCEERVYDQVVED   122
     Chick ---MPSSPLRVAVVCSSNQNRSMEAHN-ILSKRGFS-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYDQMYNDLLRKD-KELYTQNGILHMLDRNKRIKPRPERFQN---------------------CKDVFDLILTCEERVYDQVVED   122
     Xenla ---MPTAPLRVAVVCSSNQNRSMEAHN-ILSKRSFN-VRSFGTGTHVKLPGPAPDKPNVYDFK-TTYEQMYSDLLKKD-KELYTQNGILHMLDRNRRIKPRPERFQN---------------------CKDYFDLVITCEERVYDQVVEE   122
     Danre ---MPPHPLRVAVVCSSNQNRSMEAHN-ILSKRGFD-VRSFGTGTHVKLPGPAPDKPNIYDFK-TTYEQMYNDLVRKD-KELYTQNGILHMLDRNKRIKSRPERFQS---------------------CRDQFDLVITCEERVYDQVLED   122
Drosophila --XTDPSKLAVAVVCSSNXNRSXEAHN-FLAKKGFN-VRSYGTGERVKLPGXAFDKPNVYEFG-TKYEDIYRDLESKD-KEFYTQNGLLHXLDRNRRIKKCPERFQD---------------------TKEQFDIIVTVEERVYDLVVXH   123
 Dicdi_cut --------KRIAMVCASNQNRSLEAHH-LFVKNGFKNIRSFGTSAHCKLPGPSIHQPNIFSFG-TPYQEIYTSLKNQD-QELYIRNGLLNMLERNISVKLAPEKWQEE--------------------QQSKFEIVYTFDQRVYDAVIED   119
     Cryne ------------MCHKVEEDRYFVWFVRAITKNSFR-VVSAGTGSAVRLPGPAIDKPNVYRFG-TPYDDIYRDLESQD-PQLYTRNGILPMLDRNRKVKKAPEKWQEL--------------------KSVLADVVITCEERCYDAVCDD   115
 Ashgo_cut --------LRLCTVCASNNNRSMESHRVLKEAG--YDVSSYGTGSAVRLPGLSIDKPNVYPFG-TPYNDIYNDLLAQS-AERYKSNGLLEMLDRNRRIKKAPEKWHD---------------------SQKVFDFVFTCEERCFDSVCED   117
 Klula_cut --------LKFCTVCASNNNRSMESHRVLEEAG--YDVSSYGTGSAVRLPGLSIDKPNVYSFG-TPYDDIYNDLISQS-EDRYKQNGVLEMLDRNRKLKKAPEKWHD---------------------GRKVFDFVFTCEERCFDSVCED   117
     Canga --MDQKQALKFCTVCASNNNRSMESHRILQEAG--YEVSSYGTGSAVRLPGLSFDKPNVYPFG-TPYNDIYNDLLSQS-AERYKANGLLQMLDRNRRLKKAPEKWQE---------------------GTKTFDFVFTCEERCFDAVCED   123
     Yeast MPSHRNSNLKFCTVCASNNNRSMESHKVLQEAG--YNVSSYGTGSAVRLPGLSIDKPNVYSFG-TPYNDIYNDLLSQS-ADRYKSNGLLQMLDRNRRLKKAPEKWQE---------------------STKVFDFVFTCEERCFDAVCED   125
     Debha ---MVSDSLKICTVCAANNNRSMESHKQLKDAG--YNVRSFGTGSAVRLPGPSVDKPNVYEFG-TPYDDIYRDLTSQEYHKMYESNGLIRMINRNRHIKRAPEKWHNNA-------------------SAGKFDLVITCEERCFDLVLDD   125
     Yarli -----MTELKMCTVCASNQNRSMEAHKVLKEAG--FDVESYGTGSAVRLPGPAYDKPNIYAFG-TPYDDIYNELSAQD-ERLYTANGLLTMLDRNRKIKTAPERWVE---------------------HKNVFDVVFTCEERCFEAVCDD   120
     Schpo --MAPKTNLQISVICASNQNRSMEAHNVLKNAG--YQVDSFGTGSAVRLPGPSIDKPNIYQFG-YPYDEIYKELEAQD-SRLYTANGLLKMLDRNRRIKRAPCRWQD---------------------QDSIYNIVITCEERCYDAICED   123
 Neucr_cut --------LKFCTVCASNQNRSMEGHLRLSLAN--YPVISFGTGSLVRLPGPSITQPNVYKFNETSYDSIYRELEAKD-PRLYRANGLLNMLGRNRQVKWGPERWQDWQIGMPRTKHKD--DKGADGMEGGVADVVITCEERCWDAVIED   137
 Chagb_cut --------LKFCTVCASNQNRSMEGHLRLAQAN--YPVISFGTGSLVRLPGPTITQPNVYKFNETSYDSIYRELEAKD-PRLYRANGLLNMLGRNRVIKWGPERWQDWQVGMPRVKHEK--DQGSIGMEAGVPDIVITCEERCWDAVVDD   137
 Gibze_cut --------LKFCTVCASNNNRSMEAHLRLSQAD--YPVISFGTGSLVRLPGPTITQPNVYHFNKTSYDSMFKELESKD-ARLYKNNGILNMLNRNRGVKWGPERWQDWQVGVPRLQHAK--DRGSEGTEGGLVDIVITCEERCWDAVVDD   137
 Aspor_cut --------LRFCTVCASNQNRSMEAHLRLSTAPSPFPVISFGTGSLVRLPGPSITQPNVYNFNTTSYSQMYEELYSKD-ERLYRNNGLLNMLERNRNLKWGPERFQDWVPGMPRVDHVAKGDKGALGTEGGVVDVIITCEERCWDAVVDD   141
 Aspfu_cut --------LKFCTVCASNQNRSMEAHLRLSTAPSPFPVISFGTGSLVRLPGPSITQPNVYNFNTTSYSQMYDELLAKD-ERLYRNNGLLNMLDRNRNLKWGPERFQDWVPGMPRVDHVSKGDKGALGTEGGTVDVIITCEERCWDAVVDD   141
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       Rat LNSR-----EQET--CQPVHVVNVDIQDNHEEATLGAFLICELCQCIQHTED---------------------MENEIDELLQEFEEKSGRA-FLHTVCFY   194
     Mouse LNSR-----EQET--CQPVHVVNVDIQDNHEEATLGAFLICELCQCIQHTED---------------------MENEIDELLQEFEEKSGRA-FLHTVCFY   194
     Human LNSR-----EQET--CQPVHVVNVDIQDNHEEATLGAFLICELCQCIQHTED---------------------MENEIDELLQEFEEKSGRT-FLHTVCFY   194
     Bovin LNSR-----EQET--CQPVHVINVDIQDNHEEATLGAFLICELCQCIQHTED---------------------MENEIDELLQEFEEKSGRT-FLHTVCFY   194
     Chick LNSR-----EQET--CQPVHVINVDIQDNHEEATLGAFLICELCQCIQHTED---------------------MENEIDELLQEFEEKSGRT-FLHTVCFY   194
     Xenla LNSR-----EQET--CQPVHVINVDIQDNHEEATLGAFLICELCQCIQHTED---------------------MENEIDELLQEFEDKSGRT-FLHTICFY   194
     Danre LNSR-----EQES--FQPVHVINVDIQDNHEEATLGAFLICELCQCIQHTDD---------------------MENEMDELLQEFEEKSHRP-FLHSVCFY   194
Drosophila XESX-----ESVD--NRPVHVLNVDVVDNAEDALXGAFVITDXINXXAKSTD---------------------LDNDIDELIQEFEERRKRV-ILHSVLFY   195
 Dicdi_cut LLQR-----DVSSSLLQPVHIINLQVKDTHEEAVGGAQHALEITSIIEKTLN---------------------WEEKLDQILEDFYKQTSRQ-FLHTLMFY   193
     Cryne LLTR-----SGEY--NRPIHIINIEIKDNPEEAHIAGQSILELARAIEASDD---------------------LDSDIDAILNAHGDKHPHT-LLHTVGFY   187
 Ashgo_cut LMNR-------GGQLNKIVHVINLDIRDDNENAKIGGRAMLELVKALNSKMQECDQ-------------QGVPFEDTIMDVVADWQQAHPQLPLLYSPAYY   198
 Klula_cut LMNR-------GGQLNLIAHIINIDIKDDNENAKIGGRAILRLADMLRDKVFECEK-------------NGTQFEDFIMDVFTEWQEKYPKLPLTYSAAYY   198
     Canga LMNR-------GGRLNKIVHVINIDIRDDNENAKIGGRAILELANMLNEKVSECEQ-------------NDTLFEDCILDILTKWQEAHPQLPCLYAPSYY   204
     Yeast LMNR-------GGKLNKIVHVINVDIKDDDENAKIGSKAILELADMLNDKIEQCEK-------------DDIPFEDCIMDILTEWQSSHSQLPSLYAPSYY   206
     Debha LMVRLVNKDQADTEIKQAVHIINIDIKDDYENAVIGGKGILKLVNMIHEFRNTNKQRRLDHDFDD---ESDTILEDQMMKLLAKWQQEHTHLPTLYSVAYY   223
     Yarli LMDR-------GEKLQRPVHVINVDIRDNHEDSVIGAQGILKLARSLADSKD---------------------LDAQIMGIMDSWQEQHPKLPLMHAVGYF   193
     Schpo LYRR-------GETLNRPVYLINVDIKDNHEEASVGGKAILDLVNKLTEAQDK--------------------LEELFPSIMADFQSNHPKLPVLYTIHFF   197
 Neucr_cut LLNR-------GSPLNRPVHVINIDIKDNHEEASVGGRAIVDLADSLNKIAAEEREKVGASAFDSGSVGARSGFDERVPDVLAEWQERWPNLPATWTLAWF   231
 Chagb_cut LLNR-------GSPLNRPVHVINIDIKDNHQDASIGGGAMVDLADSLNRAAMEERDKVGAAVFDAGGAASRASFDERVPEVLGEWQERWPGLPSTWTLSWF   231
 Gibze_cut LMNR-------GSPLNRPVHVINVEIKDNHEEAAVGGQGILDLANSLNAAAREERDAVGASAFDNGSASSRATFDERVPDILASWQERWPNLPATWTVAWF   231
 Aspor_cut LMNK-------GSLLNRPVHVFNVDIKDNHEEALVGGKAILELANRLNEAAVQERKANNSEGWENGTGEARRSFDEKVPEILAAWQEKWPNLPALWTLAWL   235
 Aspfu_cut LMNK-------GAALNRPVHVFNVDIRDNHEEALVGGKAILELATRLNDAATQERKIHGAEGWENGNGEARRSFDERVPEILASWQEKWPNLPALWTLAWL   235
     ruler .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.


